METHODS AND RESULTS
Twenty-two individuals of K. senegalensis were selected from across the full geographic range of this species and used as the source of DNA in this study. DNA was extracted from dried leaves using a modifi ed CTAB method of ( Doyle and Doyle, 1987 ) . Individual DNA extractions were pooled, washed with 70% ethanol, and resuspended in TE buffer. A total of 5 µ g of DNA was sent to the University of Florida, checked for quality using their standard procedures, and used to construct 454 GS-FLX titanium libraries following the manufacturer ' s protocol (454 Life Sciences, Branford, CT). This library was sequenced on a 454 GS-FLX titanium platform at the University of Florida. This sequencing run generating 97 351 reads that met the minimum quality requirements, with an average read length of 346.6 bp. In total, we were able to sequence 33.7Mb of the K. senegalensis genome representing 3.95% of the 1C DNA genome content ( Ohri et al., 2004 ) .
We searched for pure microsatellite repeats in our sequences, using MSAT-COMMANDER v 0.8.1 (Faircloth, 2008 ) , which is a Python script that identifi es all microsatellite markers (SSRs) within a set of sequences. We set the script to identify all possible di-, tri, and tetranucleotide repeats with a minimum of four subunits. While some researchers have employed higher cutoffs ( Kantety et al., 2002 ) , relaxing this threshold maximizes SSR discovery while at the same time still producing a high percentage of polymorphic loci. Using our search criteria we identifi ed a total of 12 014 microsatellite repeats. These microsatellite sequences were found in 10 181 different reads. Only 15% of the 10 181 reads containing SSRs were found to have multiple microsatellite repeats with 1317, 205, 30, and 4 reads having two, three, four, and fi ve loci respectively. Di-nucleotide repeats were the most abundant repeat type (5817 reads; 57.13%), followed by trinucleotide repeats (3446 reads; 33.85%), and tetra-nucleotides were the least abundant repeat type (918 reads; 9.02%).
We screened our newly identifi ed tri and tetranucleotide microsatellite loci for enough fl anking region to design primers and fl anking region similarities among loci using the Perl script MICROFAMILY V 1.2 (Megl é cz, 2007 ) . This decreased the number of loci for which we could design primers by approximately 75%. For the remaining sequences we used an automated design process in Batch Primer with the default settings with following modifi cations: (1) GC content above 30%; (2) melting temperatures (tm) between 53 ° C and 64 ° C; (3) not more than 2 ° C in annealing temperature between primer pairs; (4) a maximum poly n of fi ve nucleotides; and (5) a minimum amplicon size of 100 bp in length. When all primer design criteria were satisfi ed for a sequence a single primer pair with the highest Primer 3 assigned score was chosen. We identifi ed 93 potentially amplifiable loci meeting our criteria, of which 67 primer pairs were ordered. • Methods and Results : Microsatellite loci were identifi ed from genomic DNA sequences generated using the 454 GS-FLX titanium platform. Primers were designed for 67 tri-and tetranucleotide repeats, of which 20 were selected for 2 multiplexes based on amplifi cation success and band size. Eleven of these loci showed polymorphism in two populations of Khaya senegalensis and amplifi ed in individuals from across the species range.
• Conclusions : These new microsatellite loci will be useful for investigation of the evolutionary and conservation genetics of Khaya senegalensis .
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12 ° 35 ′ N, 12 ° 08 ′ W), and a further eight accessions spanning the entire species ' range. Forward primers of the 22 loci were labeled with a FAM, PET, NED, or VIC fl orescent dye and run in two multiplexes using the Qiagen Multiplex kit (QIA-GEN, Hilden, Germany) following the manufacturer ' s instructions with the same PCR conditions. Amplifi ed products were combined with internal size standard LIZ 500 ( − 250) (Applied Biosystems, Foster City, California, USA) and separated on an ABI 3730 capillary sequencer at the Australian Genome Research Facility (Applied Biosystems). Microsatellite loci were scored using GeneMapper software version 4 (Applied Biosystems).
Thirteen polymorphic markers (Table 1) amplifi ed consistently over all individuals and showed clearly defi ned banding patterns with a maximum of two alleles/locus in an individual. Preliminary population genetic analyses were performed in Genalex 6.3 ( Peakall and Smouse, 2006 ) . Expected heterozygosity Primer pairs were initially screened for amplifi cation success and polymorphism using eight individuals from across the range of K. senegalensis . Standard polymerase chain reaction (PCR) conditions were carried out in a 10-µ L reaction containing 20 ng of DNA, 1 µ L of 10 × PCR buffer, 0.3 µ M of each primer, 0.25 mM of each DNTP, 2.5 mM of MgCl 2 , and 0.2 U of IM-MOLASE DNA polymerase (Bioline, Alexandria, NSW). Thermocycling conditions used consisted of denaturing at 94 ° C for 10 min; 35 cycles at 94 ° C for 1 min, 56 ° C for 30 s, and 72 ° C for 1 min; with a fi nal extension of 72 ° C for 20 min. PCR products and hyperladder IV (Bioline) were separated on an 8% polyacrylamide gel and stained using ethidium bromide. Using these PCR conditions, 48 of the 67 primer pairs were successfully amplifi ed, with amplicon sizes matching expected sizes. Of these loci, 22 polymorphic primer pairs were chosen for further polymorphism testing in two populations of K. senegalensis from Ghana (Wa: 10 ° 00 ′ N, 2 ° 30 ′ W) and Senegal (Kedougou: Table 1 . Characterization of 11 microsatellite markers isolated from Khaya senegalensis and two microsatellite markers previously published (Ks008: Lemes et al., 2002 ; Ks022: White and Powell, 1997 ) . Shown for each primer pair are the forward and reverse sequence, repeat type, size of the original fragment (bp), annealing temperature when run individually (Ta) and the GenBank accession number. 
